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Methods
In our analysis, we randomly selected m trials from all n trials collected. From the selected m trials, we calculated the average response to form a single bootstrap sample. Thus, a choice of m had to be made. When choosing m, we should consider the traded--off between capturing the variability (preferring fewer trials) and increasing the signal--to--noise ratio (preferring more trials).
To investigate how m, or the number of trials used for one bootstrap sample, affects the detection of a response sequence (from the calcarine fissure to the fusiform gyrus), we ran our analysis with different m values. Specifically, we varied m from 10 to 100. For each m, we calculated the static, dynamic, and spectral estimates of latency variability (Figure S1 
